Pigeonpea is a major source of dietary protein to the vegetarian population of the Indian subcontinent. Crop improvement to mitigate biotic and abiotic stresses for realization of its potential yield and bridging yield gap is the need of the hour. Availability of limited genomic resources in the cultivated germplasm, however, is a serious bottleneck towards successful molecular breeding for the development of superior genotypes in pigeonpea. In view of this, improvement of pigeonpea can be attempted through transgenesis or by exploiting genetic resources from its wild relatives. Pigeonpea wild relatives are known to be bestowed with agronomic traits of importance; discovery and deployment of genes from them can provide a lucrative option for crop improvement. Understanding molecular signatures of wild relatives would not only provide information about the mechanism behind desired traits but also enable us to extrapolate the information to cultivated pigeonpea. The present study deals with the characterization of leaf transcriptomes of Cajanus cajan and one of its wild relatives, Cajanus platycarpus. Illumina sequencing revealed 0.11 million transcripts in both the species with an annotation of 0.09 million (82%) transcripts using BLASTX. Comparative transcriptome analyses on the whole, divulged cues about the wild relative being vigilant and agile. Gene ontology and Mapman analysis depicted higher number of transcripts in the wild relative pertaining to signaling, transcription factors and stress responsive genes. Further, networking between the differentially expressed MapMan bins demonstrated conspicuous interactions between different bins through 535 nodes (512 Genes and 23 Pathways) and 1857 edges. The authenticity of RNA-seq analysis was confirmed by qRT-PCR. The information emanating from this study can provide valuable information and resource for future translational research including genome editing to alleviate varied stresses. Further, this learning can be a platform for in-depth investigations to decipher molecular mechanisms for mitigation of various stresses in the wild relative.
Introduction diversity in the crop has not been embarked upon thus far. Hence, this study, the first of its kind, primarily highlights on the characterization of the baseline transcriptomal differences in C. cajan vis a vis C. platycarpus.
Materials and methods

Plant material
Two species of pigeonpea, C. cajan (cultivated pigeonpea cv. TTB7, a high yielding medium duration variety) procured from UAS, GKVK, Bangalore, India and C. platycarpus (ICPW 068, a wild relative of pigeonpea) procured from ICRISAT, Hyderabad, India were used in the present study. Seeds of both the species were sown in plastic pots (14 inch diameter and 60 inch height) and maintained under greenhouse conditions. In order to obtain enough plant material for RNA isolation, at least two plants were maintained per pot. Fully expanded and healthy leaves from 3 rd or 4 th positions were collected from 45 days old plants. Samples were collected from six different plants separately and made into two individual pools; two such pooled samples were considered as replicates. The samples were frozen in liquid nitrogen and stored at -80˚C until use.
RNA extraction, cDNA synthesis, library preparation and sequencing
Total RNA was extracted from C. cajan and C. platycarpus leaf samples using Spectrum Plant Total RNA kit (Sigma) following manufacturer's instructions. RNA samples (5μg) were later treated with DNase to remove the residual genomic DNA and integrity was checked on 1% formaldehyde agarose gel. Total RNA quality control was performed using Agilent 2100 Bioanalyzer (Agilent Technologies, SantaClara, USA) and samples with an RNA integrity number (RIN) of 8.0 were used for mRNA purification. mRNA was purified from 1 μg of intact total RNA using oligodT beads (TruSeq RNA Sample Preparation Kit, Illumina). The purified mRNA was fragmented at an elevated temperature (90 0 C) in the presence of divalent cations and reverse transcribed with Superscript II Reverse Transcriptase (Invitrogen Life Technologies) by priming with random hexamers. Second strand cDNA was synthesized in the presence of DNA polymerase I and RNaseH. The cDNA was further cleaned using Agencourt Ampure XP SPRI beads (Beckman Coulter) and Illumina adapters were ligated after end repair and addition of an 'A' base followed by SPRI clean-up. The resultant cDNA library was amplified using PCR for enrichment of adapter ligated fragments, quantified using a Nanodrop spectrophotometer (Thermo Scientific) and validated for quality with a Bioanalyzer (Agilent Technologies). The cDNA library was sequenced using Illumina Hi-Seq 2500 platform with 100 bp read length obtained in paired end module. Paired end FASTQ files were subjected to standard quality control with Phred Score >20 using NGSQC Tool Kit [32] to obtain high quality (HQ) filtered reads.
Annotation and quantification of the transcriptome
Annotation of the unique transcripts (>200 bp) was performed using BLASTX homology search against NCBI non-redundant (nr) protein database (Protein BLAST: http://blast.ncbi. nlm.nih.gov/Blast.cgi?PAGE=Protein). BLAST hits with e-value cutoff � 1e -14 and query coverage of >80% were considered as annotated homologous proteins and AWK script was used for filtering reciprocal best hits. BLAST hits were processed to retrieve associated Gene Ontology (GO) terms describing biological processes, molecular functions, and cellular components. Expression levels of all the transcripts in the individual libraries in replicates were assessed by mapping high quality (HQ) filtered reads using BOWTIE2 [35] . Mapped reads were further normalized using Fragments Per Kilo base Per Millions (FPKM) method.
Functional annotation of specific and differentially expressed transcripts
Transcripts annotated in both the Cajanus spp. were individually plotted as pie-donut charts for five major GO terms and pathways by using an online server (Highcharts: https://www. highcharts.com) followed by GO categorization using another online server, Wego [36] . For MapMan [37] analysis, transcripts expressed in both the species were annotated with TAIR database (Arabidopsis homologs). BIN level information and gene identifiers were also derived from the same database. Differential gene expression analysis of the expressed transcripts was performed using DESeq [38] 
Network modeling of differentially expressed genes
Enriched biological categories along with differentially expressed genes were used as input for Bridge Island Software (Bionivid Technology Pvt Ltd, Bangalore, India) for identifying key edges that connect genes and biological categories. Statistical scores from differential expression and biological analyses were used as attributes to visualize the network. Output of Bridge Island Software was used as input to CytoScape V 2.8 [43] . The nodes were colored based on the Log 2 fold change values of genes representing induction (red) and repression (green) between the two Cajanus spp and pathway clusters.
Validation of the transcriptome data by qRT PCR
About 2 μg total RNA was used for cDNA synthesis by Superscript Vilo cDNA synthesis kit (Invitrogen). The diluted cDNA was used as a template in qRT PCR and amplified with gene specific primers (Table A in S1 File) using SYBR Green PCR master mix on AriaMx RealTime PCR system (Agilent USA) according to the manufacturer's instructions. Expression of IF4α gene in each sample was used for normalization. RT PCR conditions were set as: initial denaturation at 95˚C for 5 min, followed by 40 cycles each of 95˚C for 10 sec, 60˚C for 15s and 72˚C for 15s. qRT-PCR was performed in two independent biological replicates with three technical replicates along with no template control. For analysis, C. platycarpus was considered as the test and C. cajan as control. The data was first normalized by subtracting internal reference gene from test and control samples and fold change was calculated [44] .
Results
C. platycarpus is an incompatible wild species from the tertiary gene pool of pigeonpea and morphologically distinct from C. cajan. While the domesticated pigeonpea portrays tall bushy plants that bear flowers at the end of the branches (Fig 1A and 1B) , C. platycarpus are climbing plants that are slender and pubescent (Fig 1C and 1D) .
Transcriptome sequencing and assembly
Subsequent to RNA sequencing, reads having �70% of the bases with a quality score �Q20 were selected using NGS QC Toolkit. An average of 16 million high quality reads per cDNA library with a QScore of �Q20 was obtained of which 97% of reads were of high quality (Table B in S1 File). We also observed that the cDNA libraries had an average of 46% GC content in both the transcriptomes (Table B in S1 File). Transcriptome assembly resulted in an average of 64,000 transcripts in both C. cajan and C. platycarpus transcriptomes individually. The total transcriptome accounted for an average of 65 Mb with a minimum transcript length of 200 bp and maximum of 13.5 kb with a N50 value of 1.4 kb, indicating an optimized unfragmented transcriptome assembly. In order to obtain a non-redundant transcriptome for both the species, transcripts from individual assemblies were subjected to CD HIT EST clustering analysis. Further, upon combining the two non-redundant assemblies, 114781 transcripts accounting for 113 megabases were obtained without any change in the minimum and maximum transcript length and N50 value (Table C in S1 File). The authenticity of the combined transcript assembly was validated by aligning the reads from the replicate cDNA libraries of both the species to all 114781 transcripts using Bowtie 2 (Table B in S1 File). Transcript length distribution analysis of C. cajan and C. platycarpus libraries showed~70% of the transcripts having an average of 1 Kb length (Fig 2A and 2B ).
Functional annotation of the transcriptome
According to BLASTX scores using an e value cutoff of 1e -14 and minimum query coverage of 80%, 94136 (82%) transcripts were annotated (Table A in S1 Data). These annotated ESTs were found to match with multiple plant species ( Fig 3A) and maximum similarity was obtained with Glycine max followed by C. cajan.
Transcript expression profiling and comparative transcriptome analysis
Read counts for all the 114781 transcripts obtained from the validated transcriptome were provided as input to DESEQ pipeline for normalization and expression profiling and further classified as up-regulated, down-regulated, C. cajan-specific and C. platycarpus-specific. Expression was detected in 68980 (60%) transcripts with <10 Read count out of the total 114781 transcripts. We also observed 13203 (11.5%) transcripts to be C. platycarpus-specific and 11402 (10%) to be C. cajan-specific ( (Fig 3B and 3C) , indicating a very high degree of biological replicate reproducibility. Further, volcano plot depicted uniform distribution of up and down-regulated transcripts in C. cajan compared to C. platycarpus indicating trait specific gene regulation (Fig 3D) . Furthermore, Isotig analysis revealed >90% of the genes expressed were represented by only 1 transcript indicating a very high degree of integrity ( Fig 3E) . All clean reads were deposited in the NCBI Short Read Archive (SRA) database and can be accessed with accession numbers-SRR6785591, SRR6785590, SRR6785593, SRR6785592.
Functional enrichment analysis
Transcriptomal variation between the two species was analyzed by GO categorization of all the transcripts into four major categories viz., cellular components, biological process, molecular function and pathways (Fig 4A and 4B ). Though major differences were not observed in the category cellular components, genes related to photosystem I were seen to be major in C. cajan (Fig 4A) whereas, genes related to integral components of membrane were prominent in C. platycarpus (Fig 4B) . Further, with respect to molecular function, genes related to transcriptional activity like RNA polymerase III, nucleotide binding, uridine kinase activity, tRNAintron endonuclease activity and transcription factors were shown to be more in C. cajan. An entirely different situation was however observed in C. platycarpus as the genes concerned with ATP binding, zinc ion binding, DNA binding, serine/threonine kinases and metal ion binding were seen to be enriched.
In the GO category of pathways, majority of genes belonging to purine and thiamine metabolism, biosynthesis of antibiotics and aminobenzoate degradation were seen to be expressed in both the systems. Interestingly, genes related to carbohydrate metabolism were dominating in C. cajan whereas, T-cell receptor signaling pathway genes were more in C. platycarpus (Fig 4A and 4B) . Further, profound variation between the two systems was observed in the GO category of biological processes. While genes related to transcription and related processes like tRNA wobble uridine modification and transcription were predominant in the Comparative RNAseq analysis cultivated pigeonpea, protein phosphorylation, oxidation-reduction process and transcription were seen to be more in C. platycarpus (Fig 4A and 4B ). The number of transcripts pertaining to each of the GO categories was also seen to be differing between the two systems as evidenced in Fig 5A and 5B.
Functional characterization by MapMan analysis
For comprehensive assessment of variations/similarities in the transcriptomes of both the species, transcripts were mapped by MapMan tool and were separated by bins based on their functional ontology (Fig 6) . Fascinatingly, significant variation was observed between the two systems with respect to genes related to important functions like those involved in different aspects of signaling viz., G proteins, kinases etc; genes related to secondary metabolism which are pertinent in response of plants to various environmental stimuli; genes related to translation of the perceived stimuli in terms of DNA binding. An in-depth analysis of genes expressed in these categories that actually demarcate the two species was considered as relevant and major emphasis was therefore given on the following bins.
Transcripts related to transcription factors
MapMan analysis depicted that totally 1060 transcripts were mapped from both the species; 514 and 379 transcripts being specific to C. platycarpus and C. cajan respectively. Though major differences in the kind of transcripts were not observed between the two species, heat shock transcription factors were seen to be expressed more in number in C. platycarpus (S2 Data). About 125 transcripts were differentially expressed in both species and more than 78 transcripts among those were up-regulated in C. platycarpus. Further, WRKY and MYB transcription factors (TFs) were seen to be expressed in more numbers compared to other TFs.
Comparatively, WRKY transcription factors showed higher expression in C. platycarpus whereas more number of MYB TFs displayed higher expression in C. cajan. However, highest expression level of both the transcription factors was seen in C. platycarpus. In contrast to MYB, TFs belonging to homeobox-leucine zipper were found to be expressing more in C. cajan (Table 1 ; S3 Data). Further, analysis depicted that bZIP protein, BEL1-like homeodomain protein 6, calmodulin-binding transcription activator 1-like isoform X2, E2F transcription factor-like E2FE isoform X2, ethylene insensitive 3-like 1 protein and GATA transcription factor 7-like TFs were present in higher levels in C. platycarpus. On the other hand, heat stress transcription factors, MADS-box protein SOC1-like isoform X1, protein LHY isoform X3, protein REVEILLE 7 and scarecrow-like protein 14 isoform X1 transcription factors were seen to be expressing at higher levels in C. cajan.
Transcripts related to signaling and protein modification
With respect to various transcripts belonging to signaling and G-proteins, a total of 6076 transcripts were expressed in both the species. Among them, 977 and 701 transcripts were seen to be specific to C. platycarpus and C. cajan respectively. Transcripts belonging to G-proteins, calcium signaling and receptor kinases were specifically found to be dominating in C. platycarpus (S2 Data). It was observed that 653 transcripts were differentially expressed with 410 transcripts being up-regulated and 243 down-regulated in C. platycarpus compared to C. cajan. With respect to the differentially expressed transcripts, those that belonged to calcium mediated signaling and the family of receptor like kinases (RLKs) were seen to be abundant. Among the transcripts pertaining to calcium mediated signaling, calcium-transporting ATPase, calcium-dependent protein kinase, calcium-binding protein, calmodulin-like protein, and calmodulin-binding protein/transcription activators were displayed in higher levels in C. platycarpus. Nevertheless, calcineurin B-like protein and CBL-interacting serine/threonineprotein kinases were predominantly expressed in C. cajan (Table 2 ; S3 Data).
Leucine-rich repeat receptor-like protein kinases (LLR-RLKs) were seen to be abundantly expressed in both the species compared to other RLKs. Distinctively, LLR-RLKs were predominantly expressed in C. platycarpus along with proline-rich and LysM domain RLKs. Further, probable/putative receptor like kinases and threonine-protein kinases were specifically up-regulated in C. platycarpus whereas, G-type lectin-RLKs (GsRLKs) showed higher level of expression in C. cajan (Table 2 ; S3 Data).
Protein kinases and phosphatases are important regulators of proteins in biological systems. Based on differential gene expression analysis, mitogen-activated protein kinase, casein kinase, receptor protein kinase TMK1, wall-associated receptor kinase, and putative receptor protein kinase ZmPK1 were seen to be specifically up regulated in C. platycarpus. However, L-type lectin-domain containing receptor kinase was equally expressed in both the species. Different isoforms of protein phosphatases were also found to be up-regulated in both the species.
The study illustrated that 48 transcripts that belonged to G-proteins were differentially expressed in both species, out of which, 27 transcripts were found to be up-regulated in the wild relative. Particularly, the up-regulated transcripts included, extra-large guanine nucleotide-binding protein 1-like, EVI5-like protein isoform X4, ras-related protein Rab11A-like and rop guanine nucleotide exchange factor 5-like isoform X1. In the domesticated pigeonpea, transcripts belonging to 22B isoform X1, a member of TBC1 domain family proteins and GTP-binding protein SAR1A were seen to be up-regulated (Table 2 ; S3 Data). 
Secondary metabolism
According to MapMan analysis, the bin pertaining to secondary metabolism consisted of 803 transcripts that expressed in both the species; C. platycarpus and C. cajan specific transcripts being 160 and 169 respectively. However, no major difference was seen in the types of transcripts between both the species (S2 Data). It was observed that 147 transcripts were differentially expressed in C. platycarpus compared to C. cajan wherein, 62 transcripts were upregulated and others were down-regulated. Among the differentially expressed transcripts, phenylpropanoid and flavonoid biosynthesis pathway genes were predominantly expressed in both species (Table 3 ; S3 Data). Interestingly, transcript annotated as 4-hydroxyphenylpyruvate dioxygenase displayed higher level of expression in C. platycarpus (Table 3 ; S3 Data) indicating improved synthesis of tocopherols in this species as a putative regulator of reactive oxygen species.
MapMan bins for abiotic stress, redox and other stresses showed that 2056 transcripts were mapped amongst which 186 and 105 were expressed specific to C. platycarpus and C. cajan respectively (S2 Data). Around 210 transcripts were differentially expressed in C. platycarpus compared to C. cajan wherein, 115 were up-regulated and the remaining down-regulated (S3 Data). Transcripts from nucleotide binding and leucine rich repeats (NBS-LRR) family were seen to be abundantly expressed in both the species (Table 4) along with PR proteins. With respect to the genes related to abiotic stress, expression of heat shock proteins and heat stress transcription factors was observed in both the species, except for heat stress transcription factor B-2b which was not up-regulated in C. cajan (Table 4 ; S3 Data). Further, heat shock related chaperone, dnaJ protein homologs were seen to be equally expressed in both the species. Besides, common stress related genes such as probable methyltransferase genes were also seen to be predominantly expressing in C. platycarpus (Table 4 ; S3 Data).
The bins which consisted of significantly varying transcripts between the two species were deciphered further for a better understanding of the scenario in the wild relative. Towards this, a total of 23 biologically important pathways comprising of 512 significantly expressed genes were found and presented in the network consisting of 535 nodes (512 Genes and 23 Pathways) and 1857 edges (S4 Data). It was explicit that the transcripts in the respective bins were strongly interacting (Fig 7) with three distinct clusters evident in the network (Fig 7) showing both up-as well as down-regulation. Interestingly, network analysis demonstrated co-ordination of signal perception and its transduction in the pigeonpea wild relative. Cluster one deciphered the nature of interaction happening in the signaling category and was seen to be a dense cluster with more number of nodes and many of them up-regulated in C. platycarpus. Specifically, the nodes consisted of biological categories like, glycoprotein, lectin/glucanases, receptors, serine/threonine kinases, tyrosine kinase signaling, lectine-rich repeats, phosphorylation and kinases. Further, a group of genes that displayed higher expression in C. platycarpus in the same cluster were also shared by two other biological categories, plant pathogen interaction and calcium binding. These two biological categories consisted of some other nodes which were not shared by cluster one but displayed up-regulation in C. platycarpus (Fig 7) . The second cluster consisted mainly of biological processes related to the transduction of signal in terms of transcription factors. Nodes that belonged to DNA binding and bHLH domain that were present in cluster 2 were shown to be up-regulated in the wild relative. A sub cluster Comparative RNAseq analysis present in cluster 2 was shared by biological categories such as helicase and DNA repair displaying down-regulation in C. platycarpus. Cluster 3 consisted of lesser number of nodes that belonged to biological categories such as subtilisin, proteinase inhibitor, serine protease and endopeptidase activity that are primarily concerned with protein catabolic regulation. Though this cluster had lesser number of nodes, half of the genes were up-regulated in C. platycarpus while genes shared by endopepdidase activity displayed down-regulation in the wild relative.
Validation of RNA-seq analysis by qRT-PCR
Twenty genes (Table A in S1 File) selected for qRT-PCR mainly belonged to transcription factors, receptor like kinases and genes involved in secondary metabolism as well as those that were identified through network analysis. These genes were selected based on their significance in differential expression between the two species as revealed by RNA-Seq analysis. Among receptor like kinases, Cysteine-rich receptor-like protein kinase, G-type lectin S-receptor-like serine/threonine-protein kinase, Receptor-like protein kinase FERONIA, wall-associated receptor kinase-like 14 and lysM domain receptor-like kinase 3 that were displaying upregulation in the wild relative were chosen. Whereas, L-type lectin-domain containing receptor kinase VIII.2-like that showed down-regulation were also selected for validation. Transcription factor bHLH48-like, calmodulin-binding transcription activator 1-like isoform X2 and probable WRKY transcription factor 41 which showed up-regulation and transcription factor PIF3-like, heat stress transcription factor A-6b-like, B-box zinc finger protein 18-like and protein LHY isoform X3 which showed down-regulation in the wild relative were the genes chosen among transcription factors. Genes pertaining to protein modification were, probable methyltransferase PMT19 and Subtilisin-like protease showing up-regulation and Ubox domain-containing protein which was down-regulated in the wild relative were chosen for qRT-PCR. The analysis demonstrated strong corroboration between the two expression analyses indicating authenticity of the RNA seq analysis (Fig 8) . Comparative RNAseq analysis
Discussion
Plant domestication has been a process where plants with altered morphological and physiological traits have evolved to meet human requirements like yield, harvest and edibility/ Comparative RNAseq analysis palatability [22, 23] . With time and rigorous selection process, there has been a reduction in the level of genetic variation amongst the cultivated varieties of different crops that are economically important [6] . As a result, the wild moved apart from the cultivated species and got placed in secondary or tertiary gene pools based on their crossability with cultivated species [6, 45] . The advent and surge in various biotechnological tools, especially omics-based applications, have enabled proficient sequencing of crop wild relatives for their use in crop improvement [12, [29] [30] [31] . Among the wild relatives in the incompatible tertiary gene pool, C. platycarpus has received considerable attention because of many desirable traits important for pigeonpea improvement [14, 18, 46] . Though preliminary efforts have been made towards deciphering the molecular scenario in the wild relatives of pigeonpea, there is still deficiency in the in-depth understanding of molecular signatures leading to various traits of importance. A comparative transcriptomic profiling would therefore depict the specific molecular structure in each of the cases and provide leads for a better comprehension of major differences between them [26] [27] [28] . The present study is the very first of its kind and is an initiation towards not only generation of genomic resources in C. platycarpus but also a step towards exploitation of the identified resources in crop improvement programs. The choice of C. platycarpus accession, ICPW068 in the present study was because of its potential to resist various stresses [13, 14, 16, 19, 20] while TTB-7, a medium duration high yielding variety susceptible to various diseases and pests of pigeonpea including pod borer [24, 47, 48] .
Expression profiling is better exploited in actively growing stages of plants. In pigeonpea, the epitome of vegetative growth happens during 45-60 days after sowing and at this stage of the crop growth, the response of plants to various stresses can be maximal [49, 50] . In the present study, leaf tissues from actively growing and healthy 45 days old TTB7 as well as C. platycarpus were harvested for transcriptome analysis. Leaf tissue was chosen in the study with a broader aim of understanding the relevance of the wild relative in mitigating insect herbivory and the fact that the larvae of H. armigera initially feed on leaves before reaching the pod [24, 25] .
The quality of leaf transcriptomes of both the species was found to be reliable with respect to parameters like N50, number and length of transcripts. Based on KEGG analysis, C. cajan was seen to focus more on energy metabolism and pathways required for normal cellular machinery. However, C. platycarpus was seen to be proactive in signal perception and transduction processes as the annotated genes in all major terms were related to cell signaling. Interestingly, C. platycarpus annotated with one of the pathway GO terms, "T cell receptor signalling pathway", which is commonly annotated in mammals, concomitantly called Toll/interleukin-1 receptor (TIR) homology domain in plants, an intracellular domain common among the identified plant R-proteins [51] . Similar to mammalian and insect TIR genes [52] , plant TIR genes are also known to play a major role in plant innate immunity involved in the activation of transcription factors through adopter proteins/protein kinases. The GO analysis reported in this study is the first of its kind where transcriptome of the cultivated pigeonpea was compared with its wild relative, though some studies have been carried out in other legumes [53] [54] [55] [56] .
In-depth analysis of the transcriptome would be definitely fascinating for a better perception of the species under study. Towards this, MapMan, an advanced bioinformatics tool for comprehensive interpretation of transcriptome data and visualization of functions of associated genes was used. This analysis allowed us to explore gene categories from the large data sets to get meaningful information. Through MapMan, it was evident that significant variation between the two species was conspicuous with respect to genes related to transcription factors (TFs), signaling, secondary metabolites, and stress response. Exploration of specific bins was attempted in order to decipher major similarities as well as differences between the two systems.
In general, TFs are seen to be involved in various plant processes like growth, development and stress signaling [26, [57] [58] [59] . Interestingly, MapMan analysis showed that the wild relative, C. platycarpus expressed more number of WRKY transcripts when compared to its cultivated counterpart depicting its role in regulation of various abiotic and biotic responses [60, 61] . Similarly, the wild relative also portrayed higher expression of another TF, MYB that plays an important role not only in plant development but also stress mitigation [62] indicating inherent agility of the wild relative.
Further support for this assumption was established based on the analysis of genes involved in cellular signal transduction. Response of plants to various environmental and developmental signals is pertinent for successful growth and reproduction [63, 64] . Proactive response to environmental/developmental cues was explicitly depicted in C. platycarpus as a large number of varied kinases, especially receptor like kinases and those involved in calcium-mediated signaling [65] were seen to be inherently up-regulated. Furthermore, it was also seen that the wild relative expressed a large number of transcripts coding for numeral G-proteins. Information accruing from literature implicates G-proteins with various functional processes including response to growth, development and environmental cues [66, 67] .
Secondary metabolism produces a large number of specialized molecules that are required for the plant to survive in its environment and essential for communicating with other organisms in a mutualistic (eg. to attract beneficial organisms such as pollinators) or antagonistic (eg. to combat herbivores and pathogens) manner. Under baseline or non-stress conditions, it is expected that mutualistic metabolites or those required for normal physiological processes are expressed [68, 69] . This scenario was unambiguously seen in the present study as major differences were not observed between the two species. However, tocopheral biosynthesis genes were interestingly seen to be upregulated in Cajanus platycarpus. Tocopheral plays a crucial role in wax accumulation in plant leaves. It is a known fact about C. platycarpus that it portrays more pubescence, increased hardening of leaves (sclerophyly) by cuticular wax accumulation, cell wall thickening and lignifications. These traits are expected to prevent plants from insect attack by making them non-preferable, unpalatable and undigestable [16, 70, 71] . The increase accumulation of tocopherol can be extrapolated to the specific phenotype of the wild relative and it being a deterrent to insects.
Furthermore, another interesting feature observed was the variation in the transcripts pertaining to biotic and abiotic stress. Though, the study did not involve imposition of stress, still majority of stress-related gene transcripts were seen to be up-regulated in C. platycarpus. This variation presented in the study repeatedly depicted intrinsic differences between the two species at transcriptome level thus reconfirming earlier evidences in other categories like TFs and signaling.
Perfect corroboration was evident from interactions between the differentially expressed genes of specific bins derived from MapMan analysis. The inherent variation in the kind and specific function of transcripts between the two species was clear when it was observed that distinct clusters densely packed with transcripts dominated by C. platycarpus were found to be interacting in the developed network.
Therefore, considering different aspects of the study, clear disparity was seen in the transcriptome profiles of the two pigeonpea species, with the wild relative demonstrating skewed expression of transcripts pertaining to signaling, transcription factors and certain biotic stress related genes. However, dynamics of the transcriptome under specific stress conditions will provide intriguing insights and reasoning for the variety of desirable agronomic traits persisting in the wild relative. This learning can be a platform for further investigations with respect to the wild relative in deciphering the hidden molecular mechanisms towards mitigation of various biotic/abiotic stresses.
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